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Erratum
Determining the Structure of an Unliganded and Fully Glycosylated SIV
gp120 Envelope Glycoprotein
Chen, B., Vogan, E.M., Gong, H., Skehel, J.J., Wiley, D.C., and Harrison, S.C. (2005). Struc-
ture 13, 197–211.
Due to a printer’s error, a line was deleted from Table 1 of the above manuscript (Structure
13, 197–211). The deleted line has been restored and is bolded in the table below.
Table 1. Data Collection, Phasing, and Refinement Statistics
Data Set Bc44n Ibc1 Sbc10L Sb38 Ibc44 Hbc7 Hbc2/3
Compound Native K2IrCl6 K2IrCl6 SeMet TMLA IrCl3 CdI2
Resolution limits (Å) 25.6 to 4.00 18.6 to 4.25 48.8 to 7.00 39.8 to 4.70 18.6 to 4.77 16.7 to 4.29 18.5 to 4.22
Cell constants (Å/°) a = b = 108.05, a = b = 107.43, a = b = 106.90, a = b = 107.49, a = b = 109.40, a = b = 106.95, a = b = 110.86,
c = 117.70 c = 118.14 c = 117.84 c = 118.21 c = 117.74 c = 119.55 c = 111.87
α = β = γ = 90.0 α = β = γ = 90.0 α = β = γ = 90.0 α = β = γ = 90.0 α = β = γ = 90.0 α = β = γ = 90.0 α = β = γ = 90.0
Mosaicity (°) 0.35 0.57 0.58 0.58 0.31 0.47 0.79
Measured reflections 100,402 186,459 20,576 108,316 73,691 56,384 39,052
Unique reflections 6,216 5,132 1,076 3,859 3,699 4,367 4,548
Mean I/σ(I) 12.0 (1.3) 15.4 (5.5) 15.5 (5.9) 13.3 (1.9) 10.9 (4.3) 9.6 (3.4) 5.7 (1.7)
Rsymm (%) 8.3 (81.7) 11.8 (43.5) 9.0 (28.4) 10.6 (85.5) 10.0 (46.5) 12.1 (45.0) 13.3 (40.9)
Completeness (%) 98.0 (94.3) 97.4 (100.0) 87.3 (88.4) 98.2 (100.0) 95.2 (96.8) 85.3 (90.0) 84.1 (72.6)
Redundancy 4.5 13.8 7.1 6.8 6.7 6.4 2.9
Phasing
Sites 2 2 7 2 1
Rmerge 0.169 0.205 0.110 0.177 0.463
RCullis (iso/ano) 0.746/0.926 0.878/0.874 1.080/0.956 0.888/1.000 0.894/0.916
Phasing power (iso/ano) 0.763/0.618 0.617/0.966 0.296/0.357 0.161/0.109 0.418/0.595
FOM 0.25/0.32
Refinement
Residues built 304 (316) B-Factor values Ramachandran plot statistics
Sugars built 50
Rfree reflections 300 (5%) <model B> 128.8 Most favoured regions 62.1% (167)
Rcryst/Rfree 38.5 (38.8) Wilson B 141.1 Additionally allowed regions 29.7% (80)
FOM 0.642 Patterson B 101.2 Generously allowed regions 5.9% (16)
Bond lenghts (Å)/ 0.014/2.067 Disallowed regions 2.2% (6)
angles (°) rmsd
All data were collected at λ = 0.916 Å at beamline CHESS F1, except data set SB38 which was collected at λ = 0.97935 Å at beamline APS 19ID.
Rsymm = Σ(|I − CID|)/Σ(I) where I is the observed reflection intensity.
Rmerge = Σ(|Fph − Fp|)/Σ(Fp) where Fp and Fph are the observed native and derivative structure factors, respectively.
RCullis = Σ|(|Fph| ± |Fp|) − |Fh||/Σ||Fph| − |Fp|| where Fp and Fph are the observed native and derivative structure factors, respectively, and Fh is the (calculated) heavy-
atom structure factor.
Phasing power = CFhD/CED where Fh is the (calculated) heavy-atom structure factor and E is the phase-integrated lack-of-closure.
Rcryst = Σ(||Fobs| − |Fcalc||)/Σ(|Fobs|) where Fobs (which equals Fp) is the observed native structure factor and Fcalc is the structure factor calculated from the model.
